is displayed in a plot that contains the z-scores of all experimentally determined protein chains in current PDB. In this plot, groups of structures from different sources (X-ray, NMR) are distinguished by different colors. It can be used to check whether the z-score of the input structure is within the range of scores typically found for native proteins of similar size. (B) Energy plot from ProSA-web of the UNRES model. Plot of energy is a running average of knowledge based potential energy. plot shows local model quality by plotting energies as a function of amino acid sequence position I for CD160 protein. In general, positive values correspond to problematic or erroneous parts of the input structure. A plot of single residue energies usually contains large fluctuations and is of limited value for model evaluation. Hence the plot is smoothed by calculating the average energy over each 40-residue fragment s(i,i+39), which is then assigned to the 'central' residue of the fragment at position i+19 (Supplementary Figure 6B 
